As a result of aquaculture activities, Pacific oysters Crassostrea gigas (Thunberg, 1793) have invaded European coasts. Using seven microsatellites, we found virtually no genetic differentiation between natural populations throughout the European range (from the south of the Wadden Sea (the Netherlands) to the south of France) and French cultivated oysters. The genetic homogeneity of Pacific oyster samples appears to be the result of repeated transfers from same seed stocks made for aquaculture and, to a lesser extent, widespread dispersal due to specific biological traits of this species. The only genetic differentiation of Sylt population in the north of the Wadden Sea (Germany) suggests a stronger, persistent impact of ongoing supply of new genetic material from hatchery production, corresponding to seeds selection made by breeders. All of our genetic data highlighted the importance of aquaculture practices on the genetic structure of the keystone invader C. gigas in Europe.
. No high levels of private alleles were observed in this population (data not shown).
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No significant linkage disequilibrium in the Sylt population or in the other ones was revealed in our study using 215
Genepop v4 software. As expected from the low genetic structure among most locations, 18.5 % (range 1.5-36 216 %) of individuals were correctly assigned to their location of origin in the southern cluster and less than 20 % of 217 each population was assigned to cultivated oysters from Arcachon Bay ( 
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Interestingly, a slight but significant bottleneck effect was observed in our study of wild populations in the
13
European scale. We can hypothesize that a founder effect could be measured in future decades in the Tables   Table 1 : Population details of C. gigas sampling. 
